The title compound is an important imtermediate for the synthesis of unsymmetrically disubstituted 1,2-diamines and C 2symmetric vicinal diamines. There are two almost identical molecules in the asymmetric unit whose molecular conformation is stabilized by an intramolecular N-H···N hydrogen bond. Experimental R-1-Amino-1-tert-butyl-N,N'-bis[(R)-N-tert-butanesulfinyl]-2-iminoethane was prepared from bis-[(R)-N-tertbutanesulfinyl]ethanediimine (264 mg, 1.00 mmol). The solution of bis-[(R)-N-tert-butanesulfinyl]ethanediimine was cooled to 195 K under a argon atmosphere. 3 mol/l t-BuMgCl in diethyl ether (0.5 ml) was added slowly to the solution and stirred for 3-5 h. The combined organic layers were dried over magnesium sulfate, filtered and concentrated. Single crystals suitable for X-ray diffraction analysis were obtained by slow diffusion of diethyl ether into the solution. 1 HNMR (300 MHz, CDCl 3 , TMS): δ 1.03 (s, 9H, -3CH 3 ), 1.22 (s, 9H, -3CH 3 ), 1.26 (s, 9H, -3CH 3 ), 3.98 (m, 1H, -NH), 4.84 (d, 1H, J = 5.
The title compound, C 14 H 30 N 2 O 2 S 2 , is the product of the monoaddition reaction of tert-butyl magnesium chloride with bis-[(R)-N-tert-butanesulfinyl]ethanediimine. There are two almost identical molecules in the asymmetric unit, the molecular conformation of which is stabilized by an intramolecular N-HÁ Á ÁN hydrogen bond.
Related literature
For general background, see: Sun et al. (2005) . Alexakis et al. (2000) ; Alvaro et al. (1997) . For related structures, see: Bambridge et al. (1994) ; Lucet et al. (1998) ; ; Roland et al. (1999) .
Experimental
Crystal data C 14 H 30 N 2 O 2 S 2 M r = 322.52 Monoclinic, P2 1 a = 9.714 (2) Å b = 18.489 (3) Å c = 11.169 (2) Å = 109.23 (1) V = 1894.0 (7) Å 3 Z = 4 Mo K radiation = 0.28 mm À1 T = 291 (2) K 0.52 Â 0.42 Â 0.38 mm
Data collection
Siemens P4 diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.936, T max = 0.975 (expected range = 0.862-0.897) 7793 measured reflections 6860 independent reflections 5010 reflections with I > 2(I) R int = 0.020 3 standard reflections every 97 reflections intensity decay: 3.1% Refinement R[F 2 > 2(F 2 )] = 0.039 wR(F 2 ) = 0.084 S = 0.93 6860 reflections 388 parameters 3 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.18 e Å À3 Á min = À0.14 e Å À3 Absolute structure: Flack (1983) , 3214 Friedel pairs Flack parameter: À0.04 (5) Table 1 Hydrogen-bond geometry (Å , ).
Data collection: XSCANS (Siemens, 1994); cell refinement: XSCANS; data reduction: SHELXTL (Sheldrick, 2008) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL. Fig. 1 
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.62185 (9) 0.13531 (4) 0.09753 (7) 0.0524 (2) S3 0.76902 (9) 0.41227 (5) 0.24900 (7) 0.0597 (2) Geometric parameters (Å, °) S1-O1 1.471 (2) S1'-O1' 1.461 (2) S1-N1 1.661 (2) S1'-N1' 1.662 (2) S1-C1 1.839 (3) S1'-C1' 1.852 (3) 
